for LPG and LPA species, respectively, was performed as described under "MATERIALS AND METHODS". Tandem MS analysis was performed to identify the common fragmentation patterns of LPG (A and B, red) and LPA (C and D, purple), which were used for identification and quantification of these LPL species based on the principles of multi-dimensional mass spectrometry-based shotgun lipidomics. FA denotes fatty acyl (or fatty acid). Figure S2 . Tandem mass spectrometric analyses of an equimolar mixture of lysophospholipid (LPL) species. An equimolar mixture of LPL species containing two species of each class were prepared from their stock solution. Tandem MS analysis of each LPL class was performed with the scan mode and setting listed in Table 1 . Figure S3 . Demonstration of representative changes in lysophospholipid (LPL) species in ob/ob mouse liver in comparison to the controls by tandem mass spectrometry. Mass spectra were acquired utilizing the settings listed in Table 1 for quantification of LPL species. Each paired mass spectra are displayed after normalization to the internal standard (IS) peaks (i.e., the peaks corresponding to IS are equally intense in each paired spectra) for direct comparisons. The red arrows indicate the changes of some lipid species in ob/ob mice in comparison to controls. LPI, LPG, LPC, LPE, LPA, and LPS denote lysophosphatidylinositol, lysophosphatidylglycerol, lyso choline glycerophospholipid, lysophosphatidylethanolamine, lysophosphatidic acid, and lysophosphatidylserine, respectively.
